Supplemental Figure I: Plot of first two principle genetic components (PGCs), demonstrating the homogeneity of the white British participants in the UK Biobank IMT sample. Supplemental Figure II: LD between SNPs with suggestive evidence of association in two loci on Chr5. Highlighted SNPs are A) Lead SNP for GW-significant locus for IMTmean on Chr5 (rs758080886), B) previously reported lead SNP (rs22490) and C)
A1freq Beta se P Beta se P Beta se P 5 81616381 rs420800 G A 0.95 -0.017 0.003 4.30E-08 -0.018 0.004 9.20E-06 -0.017 0.003 3.80E-07 5 81618075 rs224803 C T 0.95 -0.017 0.003 4.80E-08 -0.018 0.004 1.00E-05 -0.017 0.003 4.40E-07 5 81634499 rs758080886 CA C 0.15 0.013 0.002 3.10E-08 0.015 0.003 2.10E-07 0.011 0.002 1.60E-06 5 81683739 rs224805 A G 0.05 0.017 0.003 4.10E-08 0.017 0.004 2.50E-05 0.016 0.003 8.60E-07 5 81699253 rs224960 A G 0.52 0.008 0.001 4.90E-08 0.008 0.002 8.00E-06 0.007 0.001 4.40E-07 7 35423859 rs2541899 C T 0.24 0.009 0.002 2.20E-08 0.009 0.002 1.70E-05 0.009 0.002 8.30E-08 7 35428513 rs12155459 A T 0.77 -0.011 0.002 2.40E-10 -0.013 0.002 2.80E-09 -0.012 0.002 3.20E-11 7 35429465 rs11766731 G T 0.77 -0.011 0.002 1.60E-10 -0.013 0.002 1.90E-09 -0.012 0.002 2.20E-11 7 35435835 rs2541905 T C 0.23 0.011 0.002 4.60E-10 0.013 0.002 2.50E-09 0.011 0.002 5.00E-11 7 35436932 rs70981917 C CT 0.43 0.008 0.001 9.70E-09 0.009 0.002 2.70E-06 0.008 0.001 1.80E-08 7 35438779 rs2013385 A G 0.32 0.009 0.002 5.10E-10 0.011 0.002 2.00E-08 0.010 0.002 3.30E-10 7 35438831 rs741408 T C 0.23 0.011 0.002 3.80E-11 0.013 0.002 7.50E-10 0.012 0.002 6.30E-12 7 35440055 rs2592856 C T 0.23 0.011 0.002 2.60E-11 0.013 0.002 5.50E-10 0.012 0.002 3.70E-12 7 35440155 rs11762074 T C 0.77 -0.011 0.002 1.80E-11 -0.014 0.002 4.30E-10 -0.012 0.002 2.70E-12 7 35446189 rs2592855 T C 0.23 0.011 0.002 2.40E-11 0.013 0.002 5.20E-10 0.012 0.002 4.30E-12 7 35448018 rs2250212 A G 0.32 0.010 0.002 3.10E-10 0.011 0.002 1.20E-08 0.010 0.002 2.00E-10 7 35449334 rs998652 A G 0.23 0.011 0.002 2.60E-11 0.013 0.002 5.70E-10 0.012 0.002 4.80E-12 7 35451830 rs17765314 G A 0.77 -0.011 0.002 2.50E-11 -0.013 0.002 5.70E-10 -0.012 0.002 4.70E-12 7 35451910 rs2592851 T C 0.23 0.011 0.002 2.50E-11 0.013 0.002 5.60E-10 0.012 0.002 4.50E-12 7 35452092 rs1362655 G A 0.23 0.011 0.002 2.60E-11 0.013 0.002 5.90E-10 0.012 0.002 4.90E-12 7 35455088 rs2592850 T A 0.32 0.010 0.002 2.80E-10 0.011 0.002 1.30E-08 0.010 0.002 2.10E-10 7 35456691 rs2592849 A T 0.32 0.010 0.002 3.20E-10 0.011 0.002 1.40E-08 0.010 0.002 2.10E-10 7 35457954 7:35457954_AT_A AT A 0.32 0.009 0.002 5.50E-10 0.012 0.002 3.90E-09 0.010 0.002 1.70E-10 7 35458137 rs140476889 A AAAAC 0.32 0.010 0.002 2.90E-10 0.011 0.002 1.20E-08 0.010 0.002 1.90E-10 7 35458551 rs200832044 GT G 0.32 0.009 0.002 9.00E-10 0.011 0.002 3.20E-08 0.010 0.002 5.70E-10 7 35458934 rs342976 T C 0.32 0.009 0.002 4.40E-10 0.011 0.002 1.90E-08 0.010 0.002 2.80E-10 7 35459888 rs342977 G A 0.23 0.011 0.002 4.40E-11 0.013 0.002 1.10E-09 0.012 0.002 6.70E-12 7 35460547 rs342979 C T 0.32 0.009 0.002 3.90E-10 0.011 0.002 1.60E-08 0.010 0.002 2.60E-10 7 35461538 rs342981 G A 0.32 0.010 0.002 3.30E-10 0.011 0.002 1.60E-08 0.010 0.002 2.10E-10 7 35461715 rs2551797 T C 0.32 0.010 0.002 3.30E-10 0.011 0.002 1.60E-08 0.010 0.002 2.10E-10 7 35462145 rs342982 G T 0.32 0.010 0.002 3.20E-10 0.011 0.002 1.60E-08 0.010 0.002 2.00E-10 7 35464620 rs34502079 A AT 0.33 0.010 0.002 8.30E-11 0.012 0.002 3.00E-09 0.010 0.002 2.50E-11 7 35464784 rs342983 T G 0.27 0.010 0.002 1.70E-10 0.012 0.002 3.20E-08 0.011 0.002 7.70E-11 7 35466464 rs342986 G A 0.23 0.011 0.002 3.90E-11 0.013 0.002 1.00E-09 0.012 0.002 5.00E-12 7 35466658 rs35361607 A AC 0.37 0.008 0.001 2.80E-08 0.009 0.002 1.80E-06 0.008 0.001 1.70E-08 7 35466755 rs342987 T G 0.23 0.011 0.002 3.70E-11 0.013 0.002 1.00E-09 0.012 0.002 4.80E-12 7 35467026 rs342988 C T 0.28 0.011 0.002 8.90E-12 0.013 0.002 8.80E-10 0.011 0.002 1.30E-12 7 35467677 7:35467677_TAA_T TAA T 0.24 0.011 0.002 3.80E-11 0.013 0.002 1.00E-09 0.012 0.002 2.80E-12 7 35467896 rs342989 A G 0.23 0.011 0.002 3.60E-11 0.013 0.002 9.80E-10 0.012 0.002 5.50E-12 7 35468763 rs17697812 T C 0.77 -0.011 0.002 4.90E-11 -0.013 0.002 1.20E-09 -0.012 0.002 6.90E-12 7 35469045 rs342990 G T 0.38 0.008 0.001 2.80E-08 0.009 0.002 8.50E-07 0.009 0.002 9.30E-09 7 35469691 rs342991 G T 0.32 0.009 0.002 8.20E-10 0.011 0.002 2.60E-08 0.010 0.002 4.40E-10 7 35469835 rs342992 C T 0.23 0.011 0.002 4.90E-11 0.013 0.002 1.20E-09 0.012 0.002 6.10E-12 7 35469898 rs342993 G A 0.32 0.009 0.002 7.20E-10 0.011 0.002 2.50E-08 0.010 0.002 4.00E-10 7 35471979 rs342996 G C 0.33 0.009 0.002 6.00E-10 0.011 0.002 2.10E-08 0.010 0.002 2.60E-10 7 35474622 rs342997 T C 0.32 0.009 0.002 7.20E-10 0.011 0.002 2.60E-08 0.010 0.002 4.10E-10 7 35475980 rs342998 T C 0.32 0.009 0.002 7.20E-10 0.011 0.002 2.60E-08 0.010 0.002 3.60E-10 7 35477175 rs343000 C T 0.23 0.011 0.002 5.60E-11 0.013 0.002 1.50E-09 0.012 0.002 7.30E-12 7 35478327 rs343001 C G 0.32 0.009 0.002 7.30E-10 0.011 0.002 2.60E-08 0.010 0.002 3.60E-10 7 35478515 rs343002 T C 0.23 0.011 0.002 5.60E-11 0.013 0.002 1.50E-09 0.012 0.002 7.20E-12 7 35479439 rs343003 C T 0.23 0.011 0.002 5.90E-11 0.013 0.002 1.50E-09 0.012 0.002 7.50E-12 7 35481642 rs343004 C A 0.32 0.009 0.002 9.00E-10 0.011 0.002 3.00E-08 0.010 0.002 4.10E-10 7 35482940 rs343005 G T 0.32 0.009 0.002 8.70E-10 0.011 0.002 2.60E-08 0.010 0.002 3.80E-10 7 35483018 rs343006 C A 0.32 0.009 0.002 9.10E-10 0.011 0.002 2.60E-08 0.010 0.002 4.00E-10 7 35483055 rs343007 G T 0.32 0.009 0.002 8.00E-10 0.011 0.002 2.60E-08 0.010 0.002 3.70E-10 7 35485648 rs343010 C A 0.32 0.009 0.002 7.50E-10 0.011 0.002 2.60E-08 0.010 0.002 3.40E-10 7 35487040 7:35487040_CT_C CT C 0.29 0.011 0.002 3.20E-09 0.013 0.002 1.60E-08 0.011 0.002 5.30E-09 7 35488349 rs343011 T G 0.23 0.011 0.002 5.50E-11 0.013 0.002 1.50E-09 0.012 0.002 6.80E-12 7 35488769 rs343012 C A 0.32 0.009 0.002 7.40E-10 0.011 0.002 2.70E-08 0.010 0.002 3.40E-10 7 35491532 rs343016 G C 0.32 0.009 0.002 8.00E-10 0.011 0.002 2.60E-08 0.010 0.002 3.60E-10 7 35492168 rs343019 G C 0.41 0.009 0.001 7.10E-10 0.010 0.002 1.60E-07 0.009 0.001 3.00E-10 7 35493178 rs343020 T C 0.32 0.009 0.002 8.20E-10 0.011 0.002 2.40E-08 0.010 0.002 3.70E-10 7 35493309 rs343021 T C 0.32 0.009 0.002 8.10E-10 0.011 0.002 2.40E-08 0.010 0.002 3.70E-10 7 35493603 rs343022 C T 0.32 0.009 0.002 8.70E-10 0.011 0.002 2.20E-08 0.010 0.002 3.50E-10 7 35494013 rs343024 C G 0.41 0.009 0.001 5.80E-10 0.010 0.002 1.20E-07 0.009 0.001 2.40E-10 7 35494243 rs777980 G A 0.32 0.009 0.002 6.10E-10 0.011 0.002 1.70E-08 0.010 0.002 2.40E-10 7 35494556 rs702843 G C 0.41 0.009 0.001 3.90E-10 0.010 0.002 7.30E-08 0.009 0.001 1.40E-10 7 35495599 rs343025 T A 0.37 0.009 0.001 5.00E-09 0.010 0.002 2.80E-07 0.009 0.001 3.50E-09 7 35496678 rs343026 T G 0.32 0.009 0.002 5.20E-10 0.011 0.002 1.50E-08 0.010 0.002 2.40E-10 7 35497055 rs35099106 C CT 0.23 0.011 0.002 3.70E-11 0.013 0.002 8.70E-10 0.012 0.002 4.10E-12 7 35498200 rs343029 A G 0.23 0.011 0.002 3.50E-11 0.013 0.002 8.90E-10 0.012 0.002 4.50E-12 7 35500493 rs343031 G A 0.32 0.009 0.002 5.00E-10 0.011 0.002 1.50E-08 0.010 0.002 2.20E-10 7 35501883 rs343034 C T 0.37 0.009 0.001 5.20E-09 0.010 0.002 2.70E-07 0.009 0.002 3.50E-09 7 35503445 rs343036 G C 0.23 0.011 0.002 3.50E-11 0.013 0.002 8.70E-10 0.012 0.002 5.30E-12 7 35503600 rs343037 G T 0.23 0.011 0.002 3.60E-11 0.013 0.002 8.70E-10 0.012 0.002 5.30E-12 7 35503696 rs343038 G C 0.32 0.009 0.002 4.70E-10 0.011 0.002 1.40E-08 0.010 0.002 2.40E-10 7 35505204 rs343039 C T 0.23 0.011 0.002 3.90E-11 0.013 0.002 7.90E-10 0.012 0.002 5. 6490200 rs2433143 C T 0.73 0.010 0.002 6.50E-11 0.009 0.002 3.40E-05 0.010 0.002 1.20E-09 8 6490544 8:6490544_TA_T TA T 0.70 0.010 0.002 2.00E-11 0.008 0.002 3.90E-05 0.010 0.002 9.60E-10 8 6490975 rs2515561 G A 0.66 0.009 0.001 6.70E-10 0.007 0.002 2.60E-04 0.008 0.002 2.60E-08 8 6491181 rs1834451 T C 0.61 0.009 0.001 1.60E-09 0.007 0.002 2.70E-04 0.008 0.001 7.10E-08 8 6492014 8:6492014_CTG_C CTG C 0.67 0.008 0.002 1.90E-08 0.006 0.002 9.60E-04 0.008 0.002 7.30E-07 8 6492391 rs2980655 A T 0.67 0.009 0.002 6.70E-09 0.007 0.002 4.70E-04 0.008 0.002 3.10E-07 8 6492498 rs3020266 G A 0.67 0.009 0.002 8.20E-09 0.007 0.002 5.20E-04 0.008 0.002 3.70E-07 8 6492792 8:6492792_AC_A AC A 0.66 0.009 0.002 1.10E-08 0.007 0.002 5.00E-04 0.008 0.002 2.30E-07 8 6493910 rs2042670 A C 0.66 0.008 0.001 1.40E-08 0.006 0.002 1.80E-03 0.008 0.002 5.60E-07 8 6494850 rs2515563 G C 0.69 0.010 0.002 2.50E-10 0.008 0.002 9.50E-05 0.009 0.002 1.20E-08 8 124579985 rs6470156 G A 0.73 -0.011 0.002 5.30E-13 -0.009 0.002 2.10E-05 -0.010 0.002 1.90E-09 8 124594184 rs13270370 G A 0.55 -0.008 0.001 2.40E-08 -0.006 0.002 2.60E-03 -0.007 0.001 4.20E-06 8 124594923 rs11776999 G A 0.80 -0.010 0.002 3.50E-08 -0.008 0.002 5.40E-04 -0.009 0.002 1.50E-06 8 124599786 rs13251106 C T 0.80 -0.010 0.002 3.60E-08 -0.008 0.002 5.60E-04 -0.009 0.002 1.50E-06 8 124601535 rs12547541 G A 0.80 -0.010 0.002 3.70E-08 -0.008 0.002 5.50E-04 -0.009 0.002 1.60E-06 8 124602054 rs35534969 A C 0.55 -0.008 0.001 2.20E-08 -0.006 0.002 2.40E-03 -0.007 0.001 5.50E-06 8 124607159 rs34557926 C T 0.64 -0.011 0.001 1.40E-13 -0.008 0.002 2.60E-05 -0.009 0.002 1.00E-09 8 124608162 rs2891781 C T 0.64 -0.011 0.001 2.70E-13 -0.008 0.002 3.90E-05 -0.009 0.002 1.20E-09 8 124608614 rs7006122 T G 0.64 -0.011 0.001 3.10E-13 -0.008 0.002 4.50E-05 -0.009 0.002 1.40E-09 10 30138169 rs7912501 A G 0.30 0.009 0.002 2.40E-08 0.007 0.002 1.20E-03 0.008 0.002 1.10E-07 10 30138411 rs6481643 T C 0.30 0.009 0.002 2.20E-08 0.007 0.002 1.20E-03 0.008 0.002 1.00E-07 10 30144471 rs10763762 T C 0.30 0.008 0.002 4.80E-08 0.006 0.002 1.60E-03 0.008 0.002 2.10E-07 10 30161168 rs1929257 A G 0.31 0.009 0.002 6.00E-09 0.007 0.002 5.70E-04 0.009 0.002 1.80E-08 10 30162423 rs2150562 A G 0.31 0.009 0.002 8.70E-09 0.007 0.002 5.60E-04 0.009 0.002 1.70E-08 10 30163133 rs777393148 TC T 0.31 0.008 0.002 3.30E-08 0.007 0.002 1.00E-03 0.008 0.002 6.20E-08 10 30165983 rs7096778 T C 0.41 0.008 0.001 1.60E-08 0.007 0.002 1.40E-04 0.008 0.001 1.60E-07 10 30166035 rs7078837 C A 0.41 0.008 0.001 1.40E-08 0.007 0.002 1.10E-04 0.008 0.001 1.30E-07 10 30166547 rs10826719 G A 0.41 0.008 0.001 1.70E-08 0.007 0.002 1.30E-04 0.008 0.001 1.80E-07 10 30167009 rs1571759 T C 0.41 0.008 0.001 1.30E-08 0.007 0.002 1.20E-04 0.008 0.001 1.50E-07 10 30167754 rs10740811 G A 0.41 0.008 0.001 1.10E-08 0.007 0.002 8.50E-05 0.008 0.001 1.20E-07 10 30168031 rs2369339 T C 0.32 0.009 0.002 5.10E-09 0.007 0.002 2.60E-04 0.009 0.002 2.00E-08 10 30168699 rs2202 C T 0.32 0.009 0.002 8.80E-09 0.007 0.002 2.80E-04 0.009 0.002 2.80E-08 10 30169653 rs10763764 A T 0.42 0.008 0.001 1.10E-08 0.007 0.002 8.60E-05 0.008 0.001 1.00E-07 10 30170487 rs914279 T G 0.42 0.008 0.001 6.80E-09 0.007 0.002 7.00E-05 0.008 0.001 5.80E-08 11 103660567 rs974819 T C 0.29 0.010 0.002 5.60E-10 0.010 0.002 3.70E-07 0.010 0.002 8.30E-10 11 103668962 rs2019090 A T 0.29 0.010 0.002 3.70E-10 0.010 0.002 3.30E-07 0.010 0.002 6.40E-10 11 103669291 rs796784254 T TTATTGAA 0.29 0.010 0.002 5.80E-10 0.010 0.002 4.20E-07 0.010 0.002 7.80E-10 11 103673277 rs2128739 A C 0.28 0.009 0.002 2.20E-09 0.010 0.002 1.10E-06 0.009 0.002 3.60E-09 11 103673294 rs2839812 T A 0.28 0.009 0.002 2.20E-09 0.010 0.002 1.10E-06 0.009 0.002 3.60E-09 11 103693627 rs11226029 G A 0.29 0.009 0.002 1.10E-08 0.009 0.002 3.30E-06 0.009 0.002 3.10E-08 11 103696851 rs1384705 C T 0.29 0.009 0.002 1.30E-08 0.009 0.002 3.20E-06 0.009 0.002 3.60E-08 13 111049623 rs9515203 T C 0.74 -0.009 0.002 1.10E-08 -0.009 0.002 1.20E-05 -0.009 0.002 1.80E-07 16 88966667 rs844396 C T 0.68 0.008 0.002 4.50E-08 0.009 0.002 1.40E-05 0.008 0.002 2.30E-07 16 88968540 rs564669 T C 0.62 0.008 0.001 4.30E-08 0.008 0.002 2.70E-05 0.008 0.001 2.90E-07 16 88969969 rs865102 A G 0.65 0.008 0.001 9.10E-09 0.008 0.002 1.30E-05 0.008 0.002 1.30E-07 16 88970040 rs4995274 T C 0.65 0.008 0.001 3.20E-08 0.008 0.002 2.90E-05 0.008 0.002 3.50E-07 C G 0.65 0.008 0.001 1.00E-08 0.008 0.002 1.40E-05 0.008 0.002 1.40E-07 16 88970818 rs561795 A G 0.65 0.008 0.001 1.30E-08 0.008 0.002 1.30E-05 0.008 0.002 1.50E-07 16 88972554 rs488251 G A 0.68 0.008 0.002 3.30E-08 0.008 0.002 4.00E-05 0.008 0.002 4.90E-07 16 88974516 rs548591 A G 0.62 0.008 0.001 1.80E-08 0.008 0.002 1.60E-05 0.008 0.001 2.70E-07 16 88974860 rs533406 A G 0.62 0.008 0.001 2.70E-08 0.008 0.002 2.40E-05 0.008 0.001 3.30E-07 16 88975447 rs8058234 C G 0.62 0.008 0.001 3.20E-08 0.008 0.002 4.10E-05 0.008 0.001 4.40E-07 16 88975910 rs7405380 G C 0.62 0.008 0.001 2.20E-08 0.008 0.002 3.80E-05 0.008 0.001 3.40E-07 16 88975954 rs7404039 A G 0.62 0.008 0.001 2.70E-08 0.008 0.002 5.20E-05 0.008 0.001 4.30E-07 16 88976477 rs1673931 T C 0.62 0.008 0.001 2.30E-08 0.008 0.002 3.50E-05 0.008 0.001 3.80E-07 16 88976968 rs529900 G C 0.62 0.008 0.001 2.50E-08 0.008 0.002 3.90E-05 0.008 0.001 3.50E-07 16 88982789 rs12444726 G T 0.63 0.008 0.001 4.70E-08 0.007 0.002 2.90E-04 0.007 0.001 2.30E-06 16 88987861 rs1673932 T C 0.63 0.008 0.001 3.50E-08 0.008 0.002 5. IMTmean Women rs309563 § 5 A 0.66 -0.012 8.90E-10 -0.007 5.40E-06 A 0.66 -0.003 1.10E-05 13.5 0.2591 y Where: *, LD between rs342988, rs11762074 and rs35099106 suggests that these SNPs repesent 1 signal; †, LD between rs2912063 and rs2912063 indicate that these SNPs are proxies; ‡, consistent lead SNP convincingly demonstrates that the same locus is being identified; §, novel locus. Supplemental Table IV: Comparison of GWAS significant SNPs for IMTmean in men and women  women  men  Sex difference  CHR BP  SNP  ALLELE1 ALLELE0 A1F BETA 
